In the present study, the seven primers generated the total number of loci, average number of loci per lane and specific loci in Hongseong, Yeosu and Goheung population of F. mutica, respectively. 7 primers generated 19 specific loci in the Hongseong population, 29.3 in the Yeosu population and 23.1 in the Goheung population, respectively. Especially, the decamer primer BION-37 generated 7 unique loci to each population, which were identifying each population, approximately 700 bp in Hongseong population. In this study, the dendrogram obtained by the seven primers indicates three genetic clusters: cluster 1 (HONGSEONG 01-HONGSEONG 07), cluster 2 (YEOSU 08-YEOSU 14) and cluster 3 (GOHEUNG 15-GOHEUNG 21). Among the twenty one cockles, the shortest genetic distance that displayed significant molecular differences was between individuals 17 and 19 from the Goheung population (genetic distance = 0.051), while the longest genetic distance among the twenty-one cockle individuals that displayed significant molecular differences was between individuals HONGSEONG no. 03 and YEOSU no. 12 (genetic distance = 0.616). Relatively, individuals of YEOSU population were fairly closely related to that of GOHEUNG population. Ultimately, PCR fragments revealed of in this study may be useful as a DNA marker the three geographic populations to distinguish.
INTRODUCTION
Fulvia mutica is, ecologically warmwater bivalve species, belonging to the class Bivalvia, and family Cardiidae, widely distributed on the coast of the Yellow Sea, southern sea and Jeju Island in the Korean peninsula and the several sea areas in Japan and China under the natural ecosystem. The cockles dwell in a sandy mud bottom consisting of a lot of sand, mud and slime from 10 to 50m in depth. The breeding seasons are February to June, and August to November. The name is from their fairly long inner feet that look like beaks of birds when they are peeled.
The cockles are yellowish brown and coarse in the shell surface, and the inside is pink under natural conditions. There are 40-50 thin and slim radial-shaped wrinkles on surfaces. Shell surface is covered with light brown epidermis, and the inside is pink. Inner feet are long, triangular, and dark brown.
Basically, there are marked differences of the size, color and shape in F. mutica according to the environmental conditions of habitat such as feed and winterization period. However, these kinds of Korean bivalve, which are recognized important physiologically (Yang, 2006) , biochemically (Mahmoud et al., 2010) as well as economically (Kim et al., 2001) , are not genetically studied or researched like other shellfishes.
There is a need to understand the genetic traits and composition of this bivalve in order to evaluate exactly the patent genetic effect. We perform clustering analyses to elucidate the genetic distances and 
RESULTS AND DISCUSSION
The amplified products were separated by agarose gel electrophoresis (AGE) with oligonucleotides decamer primers, and stained with ethidium bromide.
Similarity matrix including bandsharing values (BS)
and genetic differences was calculated using Nei and Li's index of the similarity of cockle individuals from Hongseong, Yeosu and Goheung of the Korean peninsula, respectively, as illustrated in Table 1 Many researchers studied the sizes of DNA fragments in the PCR profiles of five species of Eastern Pacific abalone (genus Haliotis) (Muchmore et al., 1998) , black tiger shrimp (Penaeus monodon) (Tassanakajon et al., 1998) , the brittle star (Amphiura filiformis) (McCormack et al., 2000) , marsh clams (Corbicula spp.) (Yoon and Kim, 2003a) The total number of loci generated by 7 primers in F. mutica obtained from Hongseong, Yeosu and Goheung is shown in parentheses. HS: Hongseong, YS: Yeosu, GH: Goheung et al., 2000) . In invertebrates, cluster analysis of the pairwise population matrix, generated from genetic data, showed that geographically close populations be inclined to cluster together in the blacklip abalone (Huang et al., 2000) .
Above-mentioned, a dendrogram disclosed close relationships between individual identities within three geographical bivalve populations (McCormack et al., 2000) . Three F. mutica populations can be clearly distinguished, by PCR-based approach. The potential of oligonucleotides amplified polymorphic DNAs to discover diagnostic markers for breed, species and population identification in shellfish (McCormack et al., 2000; Kim et al., 2004; Park et al., 2005) has also been well established. PCR fragments discovered of in this study may be useful as a DNA marker the three regional populations to distinguish. In general, the population classification of F. mutica is founded on morphological variations in shell body weight, shell type, shell color, shell length and feet length. It is implicated that differences in such characters reflect distinctive origins or genetic identity (Chenyambuga et al., 2004) . If Korean F. mutica systematic study was in supplemental progress, which could be utilized as fundamental data.
